Further information is provided on the website http://steinmetzlab.embl.de/allelic including a query interface for the expression levels of all transcripts and the fits on the mixture series.
TABM-569 and the array design under A-AFFY-116. We used the following genomic DNA hybridizations of Mancera et al. (2008) 
Fit of the model without parental cDNA
The model can be fit using cDNA of the hybrid only. Relative ADE coefficients obtained from this restricted dataset highly correlates with the original fit that includes parental cDNA (Supplementary Figure S5 , Pearsonʼs correlation coefficient 0.932). A slightly larger dispersion of the allelic differences can be noticed in the hybrid-only analysis versus the full dataset. This is likely due to the smaller amount of hybridizations used to infer probe affinity, which yields noisier allelic level estimates and a larger variability of allelic expression differences. This also indirectly shows that not only the gDNA samples contribute to the estimation of the probe affinities but also the cDNA samples.
Sample-to-sample variation
Having biological replicates also enabled assessing sample-to-sample variation in ADE measurements, by performing the analysis on each replicate separately.
Differences between replicates are to some extent attributable to noise, but may also reflect true differences in allele-specific expression in distinct samples. Relative ADE coefficient, which measures the degree of ADE (see Methods) inferred from each sample strongly correlated with one another (Pearson's correlation ranges between 0.748 and 0.826 for the expressed transcripts with 8 CSPs or more, Supplementary Figure S6 ). Importantly, very few transcripts had a strong relative ADE coefficient in one sample but not in the others, indicating that sample-specific ADE was rare.
Therefore we proceeded with allelic expression inferred from the combined analysis of all three biological replicates.
Variance scaling
The probe intensity variance is modeled as a second order polynomial function of the intensity (Equation 2, Methods). This implies specific asymptotic behavior of the standard deviation. For intensities close to 0, the standard deviation reaches a constant that corresponds to an additive noise at background level. For large intensities, the standard deviation is approximately proportional to intensity.
Supplementary Table 8 gives the additive and multiplicative parameters for each hybridization. Note that the additive parameter is hybridization-specific while the multiplicative parameter is common to all hybridizations of the same type (cDNA and gDNA). The additive parameter is similar across all hybridizations. However, the multiplicative parameter is about 2 fold smaller for genomic DNA hybridizations. This implies that for similar intensities, the genomic DNA hybridizations have better precision and thus weight more in the fitting than the cDNA hybridizations. Supp. Fig. S6 
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